The phylogenetic tree was generated based on the full length amino acid sequences of HSP20 with the neighborjoining (NJ) method. The heatmaps on the left represents response magnitude of HSP20s in grain and leaves, respectively. The right part illustrate the architecture and distribution of HSEs in the promoter regions of each HSP20. One rectangle represents one HSE. For clarity, the length of the rectangle is tenfold the length of HSEs. "HMN" represents the varied HSEs that have mismatched nucleotide at specific position and have lager response magnitude than that of canonical HSEs. The phylogenetic tree was generated based on the full length amino acid sequences of HSP70 with the neighbor-joining (NJ) method. The heatmaps on the left represents response magnitude of HSP70s in grain and leaves, respectively. The right part illustrate the architecture and distribution of HSEs in the promoter regions of each HSP70. One rectangle represents one HSE. For clarity, the length of the rectangle is tenfold the length of HSEs. "HMN" represents the varied HSEs that have mismatched nucleotide at specific position and have lager response magnitude than that of canonical HSEs.
The phylogenetic tree was generated based on the full length amino acid sequences of HSP90 with the neighborjoining (NJ) method. The heatmaps on the left represents response magnitude of HSP90s in grain and leaves, respectively. The right part illustrate the architecture and distribution of HSEs in the promoter regions of each HSP90. One rectangle represents one HSE. For clarity, the length of the rectangle is tenfold the length of HSEs. "HMN" represents the varied HSEs that have mismatched nucleotide at specific position and have lager response magnitude than that of canonical HSEs. The phylogenetic tree was generated based on the full length amino acid sequences of HSP100 with the neighborjoining (NJ) method. The heatmaps on the left represents response magnitude of HSP100s in grain and leaves, respectively. The right part illustrate the architecture and distribution of HSEs in the promoter regions of each HSP100. One rectangle represents one HSE. For clarity, the length of the rectangle is tenfold the length of HSEs. "HMN" represents the varied HSEs that have mismatched nucleotide at specific position and have lager response magnitude than that of canonical HSEs.
